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Saquencss with E-val«e BETTER than threshold 

Score E 

Sequences producing significant alignments: (bits) 

W F\ gi i 2747 9 893 I ref |XP_21173 6 . 1 | hypothetical protein XP_211736 [Horn. . . 145 

-ii- P; gi 137182157 |qb|AAQ88881 .1 I RGPG542 [Homo sapiens] 134: 

11 P: gi|282 04858 |gb!AAH46522 .1 I Unknown (protein for IMAGE : 50 60814 ) [... 132 

W 1^^ gi|41148699| ref | XP_372 041 . 1 | similar to RPLK9433 [Homo sapiens] . . . 102 

Btast iteration: 2 | 

Sequences with S~value WORSE than threshold 

n gi 1 15 602010 I ref |NP_2 45 082 . 1 | FtsQ [Pasteurella multocida] >gi|l2... 32 
r~; gi I 16754844 | emb | CAD106 75 . 2 | Migl protein [Debaryomyces occidenta. . . 31 

PSI-Blast iteraticnt 2 



Alignments 

□ > gi I 2747 9 893 I ref | XP_21173 6 . 1 | S hypothetical protein XP_211736 [Homo si 

Length = 152 

Score = 145 bits (367), Expect = 2e-34 

Identities = 75/76 (98%), Positives = 75/76 (98%), Gaps = 1/76 (1%) 

Query: 16 LGPSPEQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCA 7 4 

LGPSPEQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCA 
Sbjct: 76 LGPSPEQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCA 135 

Query: 75 RLLTRLAVSPVCMEDK 90 

RLLTRLAVSPVCMEDK 
Sbjct: 136 RLLTRLAVSPVCMEDK 151 

□ >gi 1 37182157 j g b I AAQ88881.1 | RGPG542 [Homo sapiens] 

Length =91 

Score = 134 bits (338), Expect = 6e-31 
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Identities = 72/73 (98%), Positives = 72/73 (98%), Gaps = 1/73 (1%) 

Query: 19 SPEQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLL 77 

S PEQRVE I VPRDL MKDKFLKHLTG PLYFS PKCSKHFHRL YHNTRDCT I PAYYKRCARLL 
Sbjct: 19 SPEQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLL 78 

Query: 7 8 TRLAVSPVCMEDK 90 

TRLAVSPVCMEDK 
Sbjct: 7 9 TRLAVSPVCMEDK 91 



□ > gi I 2 82 04858 |gb| AAH4 6522 . 1 | Unknown (protein for IMAGE: 5060814) [Mus musculus] 
Length = 2 98 



Score = 132 bits (332), Expect = 2e-30 

Identities = 67/69 (97%), Positives = 68/69 (98%), Gaps = 1/69 (1%) 



Query : 


21 EQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLTR 


79 




EQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTI PAYYKRCARLLTR 




Sbjct : 


22 9 EQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTI PAYYKRCARLLTR 


288 


Query : 


80 LAVSPVCME 8 8 






LAVSP+CME 




Sbjct : 


2 89 LAVSPMCME 2 97 




G >gi 1 


41148699|ref |XP 372041. l| 8 similar to RPLK9433 [Homo sapiensl 




gi 137181538 |qb|AAQS8580.1 1 S RPLK9433 [Homo sapiens] 






Length = 129 




Score 


= 102 bits (254), Expect = 2e-21 




Identities = 51/72 (70%), Positives = 61/72 (84%), Gaps = 1/72 (1%) 




Query : 


1 8 PS PEQRVE I VPRDL -MKDKFLKHLTG PL YFS PKCSKHFHRLYHNTRDCT I PAYYKRCARL 


76 




PS + EI PRD +KDKF+KH TGP+ FSP+CSKHFHRLY+NTR+C+ PAYYKRCARL 




Sbjct : 


57 PSGSRSAEIFPRDSNLKDKFIKHFTGPVTFSPECSKHFHRLYYNTRECSTPAYYKRCARL 


116 


Query : 


77 LTRLAVSPVCME 88 






LTRLAVSP+C + 




Sbjct : 


117 LTRLAVSPLCSQ 12 8 





□ >gi 1 15602010 | re£ | NP_2 45082 . ij FtsQ [Pasteurella multocida] 
aMlIllQA^liah'lAAKO^^^^ FtsQ [ Pasteurella multocida] 

Length = 2 58 

Score =32.3 bits (72), Expect =3.9 

Identities = 14/37 (37%), Positives = 25/37 (67%) 

Query: 27 VPRDLMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRD 63 

+P D +K+K L HL+GP Y S K + ++++Y N ++ 
Sbjct: 146 LPFDKLKEKNLPHLSGPDYQSAKVLQAWNQVYLNLKE 182 
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□ > gi 1 16754844 | emb | CADI 0 67 5 . 2 | Migl protein [Debaryomyces occidentalis] 
Length = 458 

Score = 30.8 bits (68), Expect = 9.8 

Identities = 16/42 (38%), Positives = 19/42 (45%), Gaps = 11/42 (26%) 

Query: 45 YFSPKCSKHFHRLYHNTR DCTIPAYYKRCAR 75 

Y P C K FHRL H TR CT P +K+ +R 

Sbjct: 24 YKCPMCGKAFHRLEHQTRHIRTHTGEKPHSCTFPGCFKKFSR 65 



Get sebcleci $eqt<ences | Sefect ali j Deseiecl ail | 



Database: All non-redundant GenBank CDS 
translations+PDB+SwissProt+PIR+PRF 

Posted date: Apr 19, 2004 3:24 AM 
Number of letters in database: 778,115,222 
Number of sequences in database: 2,768,312 

Lambda K H 

0.327 0.145 0.469 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 15,201,277 

Number of Sequences: 2768312 

Number of extensions: 551497 

Number of successful extensions: 1261 

Number of sequences better than 10.0: 0 

Number of HSP ' s better than 10.0 without gapping: 0 

Number of HSP ' s successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 1261 

Number of HSP's gapped (non-prelim): 0 

length of query: 9 0 

length of database: 778,115,222 

effective HSP length: 59 

effective length of query: 31 

effective length of database: 614,784,814 

effective search space: 19058329234 

effective search space used: 19058329234 
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CDART: Conserved Domain Architecture Retrieval Tool 



few C(u«ry Cvei'visw 

About C DART 



PubMeci 



•''J'ICfeOlidS 



Sorry, there were no domain hits to your protein. Try increasing the expectation value or turn off low 
complexity filtering. Some proteins may not have domains defined yet. 

Hei p I Disc laimer I Write to the Hel p Des k 
NICBI I NLM I NIH 
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Score 



Sequences producing significant alignments: 



37182157 I q b I AAQ88881 . 1 | RGPG542 [Homo sapiens] 
2247 9893irg^^^^^ hypothetical protein XP_21173 6 . 

28204858 | gbTAAH46522 . 1 | Unknown (protein for IMAGE: 50608. 
41148699 i re f IXP 372041. l[ similar to RPLK9433 [Homo sapi . 



645 6 546 | gb | AAF0917 5 . 1 | UDP-glucuronosyltransf erase lAl [ 
M15MiigbiMF01L76„.„ll UDP-glucuronosyltransferase lAl [ 
45199011 i ref I NP_ 98 6040.1 I AFR493Cp [ Eremothecium gossypi , 



645 65 54 |gb| AAF09179 . 1 | UDP-glucuronosyltransferase lAl [ . 
13 6412 65 I qb| AAK31597 . 1 | UDP-glucuronosyltransferase UGTl . 
^537 144 I gb| AAF15549 . 1 | UDP-glucuronosyltransferase UGTIA. 
klll§llHakiM^MlllL:.Ll UDP-glucuronosyltransferase UGTl . 
6456556 |gb| AAF09180 . 1 | UDP-glucuronosyltransferase lAl [. 
273812 66 I ref j NP_772795 . 1 | ABC transporter ATP-binding pr. 
3999840 4 ! ref I NP 9543 55.1| major facilitator family trans. 
13 5 697 09|gb|AAK31204.1 | bilirubin UDP-glucronosyltrasf er . 

8850236 I ref | NP__000454 . 1 1 UDP glycosyltransf erase 1 famil. 



(bits) 
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305 9177 |dbj |BAA25600.1 | bilirubin UDP-glucuronosyltransf . . 
645 65 50 |gb| AAF09177 . 1 | UDP-glucuronosyltransf erase lAl [ . . 
6010 6 50 |gb| AAF012 05 . 1 | bilirubin UDP-glucuronosyltransf e . . 
34013 2 |gb|AAA61248. 1 | bilirubin UDP-glucuronosyltransf erase 
1200213 5 |gb|AAG43197 .1 I UDP-glucuronosyltransf erase [Horn 
645 6542 I gb I AAF0917 3 ■ 1 | UDP-glucuronosyltransf erase lAl [ 
15616196 1 ref |NP„2 44 501 . 1 | transcriptional regulator (Ara 
600947 6 I dbj |BAA84917.1| GfCPS/KS [Gibberella fujikuroi] 

17367360 I sp | Q63376 | NX2B_RAT Neurexin 2-beta precursor (N 



44240 5 64 I gb I EAH88 833 . 1 | unknown [environmental sequence] 



11359356|pir| |JC7227 ent-kaurene synthase - fungus (Gibb. 
38099400 I gb I EAA46751.1 | hypothetical protein MG10445.4 [. 
3 549899 I emb|CAA7 5244.1 I copalyl diphosphate synthase [Gi. 
23063144 I ref | ZP_00087886 . 1 | hypothetical protein [Pseudo. 



17 9419 I gb| AAA51822 . 1 | beta-galactosidase precursor (EC 3. 



19745439 ref NP 606575. Ij 



15674485iref NP 268659.11 



21909771 ref NP 664039.1 



putative ABC transporter (perm, 
putative ABC transporter (perm, 
putative ABC transporter (perm. 

3432 8319 | ref | NP_083 633 .2 | RIKEN cDNA 2010005A0 6 [Mus mus. 
2167377 0 I ref |NP_6 6183 5 . 1 | FecCD transport family protein. 
46362507 I gb | AAH6 6572 . 1 | Unknown (protein for IMAGE: 68056. 
46107 834 I ref | XP_3 8097 6 . 1 j hypothetical protein FG00800.1. 
645 65 52 I g b | AAFQ9178 . 1 1 UDP-glucuronosyltransf erase lAl [. 

2493 67 5 I sp| Q28042 | OGP„BOVIN OVIDUCT-SPECIFIC GLYCOPROTEI . 



43 90485 6 I gb I EAG0 689 0 . 1 | unknown [environmental sequence] 

68068 93 Iref | NP_000586.2 I lymphotoxin alpha precursor; ly. 

318802 96 |gb| AAP51424.1 | lymphotoxin alpha precursor [Hom. 

11875697 i gb rAAG40760 . 1 | urokinase plasminogen activator . 

29247 0 65 ! gb I EAA3 8 63 9 . 1 | GLP_59_9 627_8422 [Giardia lambli. 

318802 92 |gb|AAP5142 2.1 I lymphotoxin alpha precursor [Hom. 
730164 I sp|Q02 920 |NO7 0„SOYBN Early nodulin 70 >gi I 486678 1. 



31880318 I gb I AAP51435 .1 | lymphotoxin alpha precursor [Hom. 
31880294igb| AAP5142 3 . 1 | lymphotoxin alpha precursor [Hom. 
3 810 6 605 jgb I EAA52 893 . 1 | hypothetical protein MG06021.4 [. 

33 97 43 I gb | AAB5945 5 . 1 | tumor necrosis factor-beta 
31880290igb|AAP51421.1 | lymphotoxin alpha precursor [Hom. 



356345|prf I |1209233A lymphotoxin 



3711 3 I emb | CAA 7 87 46 . 1 | lymphotoxin, Tnfb [Homo sapiens] >. 
1L825J£1 l.gb I MGMli 2 urokinase plasminogen activator . 

iM S8 6 0 1 6 1 gb I EAF9 6 9 3 8 . 1 | unknown [ envi ronmental sequence ] 
11875699 I gb I AAG40761 . 1 | urokinase plasminogen activator . 

219914 I db j | BAA000 64 . 1 | lymphotoxin [Homo sapiens] >gi|31. 



IMliO 61 1 ref |N^^ conserved hypothetical protein . 

4.43167 55 jgbj EA^^^^ unknown [environmental sequence] 

11138413 jgb I AAG31358 . 1 | dipeptidyl carboxy peptidase 1 [. 

43 92 3 909 |gb|EAG16S02 .1 | unknown [environmental sequence] 

44348846 | gb | EAI63835 . 1 | unknown [environmental sequence] 

MllllSJlref I ZP_0 0^^^^ [ COG1173 : ABC-type dipeptide/ . 
.4 2 ?J5 5 1 0 8 1 gb [ EAB4 4 53 3.1 



4337 5113 |gb|EAD52424.1 I 
15612782 I ref I NP 241085.11 



16754 844 em.b i CADI 0 67 5 . 2 



unknown [environmental sequence] 
unknown [environmental sequence] 
L-lactate permease [Bacillus h. 
Migl protein [Debaryomyces occi. 
poliovirus receptor [Cebus apella] 
23 007557 j re^^^ COG0451 : Nucleoside-diphosph . . 

4377961 |gbTAAD19321 . 1 | pol polyprotein [Human immunodefi.. 

g i I 6475037 | db j | BAA87329 . 1 1 sushi -repeat-containing protein . . 

Sil4Ll?1583|ref [X^^^^^ similar to CDNA sequence BC0 04.. 



2 510 6 03 6 I db j |BA 
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gi|34558352|ref! NP„908167 . 1 j hypothetical protein WS2068 [W. . . 29 56 

gi| 34873 53 6 i ref I XP_22 0 919.2! similar to mKIAA1136 protein [... _29 56 S 

gi I 33599 65 6 I re£ | NP_8S7216 . 1 | putative exported protein [Bor... 29 5 6 

gi I 33595357 | re£ j NP„883000 . 1 | putative exported protein [Bor... 29 56 

gi|l8409620|refi MP._5 6 69 66 . 1 | aspartyl protease family prote... 29 56 

gi I 23102 087 I ref I ZP_0 008 8614 . 1 | COG2998: ABC-type tungstate ... """29 56 

gi I 162 09 647 |gb|AAL143 84.1 | AT3g52500/F22O6_120 [ Arabidopsis . . . ^9 56 

gi I 23 0 632 53 I ref j ZP_00 087 99 5 . 1 | COG2822 : Predicted periplasm. . . 29 56 

gi I 47 58686 I ref I NP_.002 32 3 . 1 1 low density lipoprotein-related . . . 29 56 ill 

gi I 45 5 4 7 5 67 | ref | ZP_00187 613 . 1 | COG1038: Pyruvate carboxylas . . . "29 56 

gi 1 4424517 0 | gb| EAH92317 . 1 1 unknown [environmental sequence] 29 5 6 

gi I 22 973 059 j ref | ZP_0 00 19904 . 1 | hypothetical protein [Chloro... 29 56 

gi I 15613532 I ref | NP_241835 . 1 | SNF2 helicase [Bacillus halodu... 29 56 

gi I 424087 97 j dbj | BAD100 5 8 . 1 | putative aminoacylase [Oryza sa... 29 5 6 

gi|44609104|gb| EAK45181 . 1 | unknown [environmental sequence] 2 9 5 6 

gi I 845468 I gb| AAA67 82 5 . 1 | precursor protein [Hepatitis C vir. . . 29 56 

gi I 4613032 8 I ref j ZP_0 016 5149 . 2 | COG0388: Predicted amidohydr .. . __29^ 56 

gi I 345 57666 i ref !nP_9 07481 . 1 | hypothetical protein WS1305 [W. . . 29 56 

gi I 3 454000 6 | ref | NP„9 0 4485 . 1 | hydrolase, carbon-nitrogen fam. . . 29 5 6 

gi|43112456|gb| EAC22 2 64 . 1 | unknown [environmental sequence] 29 7 5 

gi I 32421455 i ref | XP_3 3 1171 . 1 | hypothetical protein [Neurospo... 29 75 

gi I 46 0993 52 |gb| EAK84585 . 1 | hypothetical protein UM03447.1 [... 29 75 

gi|l6552S24i dbj | BAB713 84 . 1 1 unnamed protein product [Homo s... 2 9 7 5 S 

gi|l8375516|ref| NP_542 9 69 . 1 | testicular acid phosphatase is... 29 75 & 

gi I 23104518 | ref j ZP_00 090982 . 1 | COG3204: Uncharacteri zed pro . . . " 29 75 

gi I 402 5 5 0 69 I ref I NP._6 53 2 89 . 2 | hypothetical protein FLJ32658 ... 29 75 Mi 

gi I 3 43 9 2 543 jdbj |BAC82 599 . 1 | reverse transcriptase [Tetraodo... 29 7 5 



Alignments 



Query: 1 MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYH 59 

MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYH 
Sbjct: 1 MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYH 60 



Identities = 90/151 (59%), Positives = 90/151 (59%), Gaps = 61/151 (40%) 



□ > gi I 37182157 i ab| AAQ88 881 . 1 1 RGPG542 [Homo sapiens] 
Length = 91 

Score = 295 bits (688), Expect = 7e-79 

Identities = 90/91 (98%), Positives = 90/91 (98%), Gaps = 1/91 (1%) 

Query : 1 MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYH 
MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYH 
Sbjct : 1 MRGPGHPLLLGLLLVLGPSPEQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYH 

Query: 60 NTRDCTIPAYYKRCARLLTRLAVSPVCMEDK 90 

NTRDCT I PAYYKRCARLLTRLAVS PVCMEDK 
Sbjct: 61 NTRDCTIPAYYKRCARLLTRLAVSPVCMEDK 91 

>fli.L 27479893 | ref |XP_211736 . 1 j 11 hypothetical protein XP_211736 [He 
Length = 152 

Score = 254 bits (592), Expect = le-66 
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Query: 1 MRGPGHPLL LG LL LV 15 

MRGPGHPLL LG LL LV 

Sbjct: 1 MRGPGHPLLLGLLLVLGAAGRGRGGAEPREPADGQALLRLWELVQELRKHHSAEHKGLQ 6 0 

Query: 16 LGPSPEQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYH 59 

LGPSPEQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYH 
Sbjct: 61 LLGRDCALGRAEAAGLGPSPEQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYH 120 

Query: 60 NTRDCTI PAYYKRCARLLTRLAVSPVCMEDK 90 

NTRDCTI PAYYKRCARLLTRLAVSPVCMEDK 
Sbjct: 121 NTRDCTI PAYYKRCARLLTRLAVSPVCMEDK 151 



□ > gi I 2 82048 58 I gb| AAH46 522 . 1 | Unknown (protein for IMAGE: 5060814) [Mus musculus] 
Length =298 

Score = 223 bits (519), Expect = 2e-57 

Identities = 67/69 (97%), Positives = 68/69 (98%), Gaps = 1/69 (1%) 

Query: 21 EQRVEIVPRDL-MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLTR 7 9 

EQRVEIVPRDL MKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLTR 
Sbjct: 229 EQRVEIVPRDLRMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLTR 288 

Query: 8 0 LAVSPVCME 88 

LAVSP+CME 
Sbjct: 2 89 LAVSPMCME 2 97 



Score = 29.9 bits (63), Expect = 41 
Identities = 10/16 (62%), Positives = 12/16 (75%) 

Query: 1 MRGPGHPLLLGLLLVL 16 

MR G P+LL LLL+L 
Sbjct: 148 MRVSGRPMLLALLLLL 163 



n > gi I 41148699 | ref | XP_372041 . 1 1 S similar to RPLK9433 [Homo sapiens] 

gi I 3718153 8 I gbj AAQ88 580 . 1 | ^ RPLK943 3 [Homo sapiens] 
Lengtli = 129 

Score = 148 bits (342), Expect = le-34 

Identities = 50/64 (78%), Positives = 57/64 (89%), Gaps = 3/64 (4%) 

Query: 2 5 EIVPRD--LMKDKFLKHLTGPLYFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLTRLAV 82 

EI PRO L KDKF+KH TGP+ FSP+CSKHFHRLY+NTR+C+ PAYYKRCARLLTRLAV 
Sbjct: 64 EIFPRDSNL-KDKFIKHFTGPVTFSPECSKHFHRLYYNTRECSTPAYYKRCARLLTRLAV 122 

Query: 83 SPVC 8 6 
SP+C 

Sbjct: 123 SPLC 126 



^9M3A!?A'?A§A3pJ.?^I.9_l^ll^_^_lS. UDP-glucuronosyltransf erase lAl [Gorilla gorilla] 
Length = 2 5 
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Score =37.1 bits (80), Expect = 0.28 

Identities = 13/15 (86%), Positives = 14/15 (93%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

GHPL+LGLLL VLGP 
Sbjct: 8 GHPLVLGLLLCVLGP 22 



□ > gi I 645 6 548 | gb| AAF0917 6 . 1 | UDP-glucuronosyltransferase lAl [Gorilla gorilla] 
Length =29 

Score = 37.1 bits (80), Expect = 0.28 

Identities = 13/15 (86%), Positives = 14/15 (93%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

GHPL+LGLLL VLGP 
Sbjct: 8 GHPLVLGLLLCVLGP 22 



□ > gi I 45199011 j ref | NP_986040 . 1 j AFR493Cp [Eremotheciuiti gossypii] 
gi 144985086 | gb | AAS53864 . 1 | AFR493Cp [Eremothecium gossypii] 
Lengtli = 324 

Score = 36.7 bits (79), Expect = 0.38 

Identities = 13/18 (72%), Positives = 13/18 (72%), Gaps = 5/18 (27%) 

Query: 24 VEIVPRD LMKDKFLK 38 

VEIVPRD LM KFLK 
Sbjct: 42 VEIVPRDSPHLM--KFLK 57 



n > gi I 645 6 554 | gb | AAF0917 9 . 1 | UDP-glucuronosyltransferase lAl [Papio cynocephalus ] 
Length = 28 

Score = 34.6 bits (74), Expect = 1.6 

Identities = 12/14 (85%), Positives = 13/14 (92%), Gaps = 1/14 (7%) 

Query: 6 HPLLLGLLL-VLGP 18 

HPL+LGLLL VLGP 
Sbjct: 9 HPLVLGLLLCVLGP 2 2 



>glill61116 5 I gb UDP-glucuronosyltransferase UGTlAOl [Macaca mulatta] 
Length = 533 

Score =34.6 bits (74), Expect =1.6 

Identities = 12/14 (85%), Positives = 13/14 (92%), Gaps = 1/14 (7%) 

Query: 6 HPLLLGLLL-VLGP 18 

HPL+LGLLL VLGP 
Sbjct: 9 HPLVLGLLLCVLGP 2 2 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



04/19/2004 



RID=1082426445-9703-190484610159.BLASTQ3, 



Page 7 of 17 



^ > gi I 6 5371441 gb I AAFl 5 549 . 1 | UDP-glucuronosyltransf erase UGTlAOl [Macaca fasciculs 
Length = 533 

Score = 34.6 bits (74), Expect =1.6 

Identities = 12/14 (85%), Positives = 13/14 (92%), Gaps = 1/14 (7%) 

Query: 6 HPLLLGLLL-VLGP 18 

HPL+LGLLL VLGP 
Sbjct: 9 HPLVLGLLLCVLGP 22 



n > gi I 1393 6939 | gb | AAK49991 . 1 | UDP-glucuronosyltransf erase UGTlAOl [Macaca mulatta] 
Length = 533 

Score = 34.6 bits (74), Expect = 1.6 

Identities = 12/14 (85%), Positives = 13/14 (92%), Gaps = 1/14 (7%) 

Query: 6 HPLLLGLLL-VLGP 18 

HPL+LGLLL VLGP 
Sbjct: 9 HPLVLGLLLCVLGP 22 



G > gi| 645655 6|qb|AAF09180.1 | UDP-glucuronosyltransf erase lAl [Colobus guereza] 
Length = 28 

Score = 34.6 bits (74), Expect =1.6 

Identities = 12/14 (85%), Positives = 13/14 (92%), Gaps = 1/14 (7%) 

Query: 6 HPLLLGLLL-VLGP 18 

HPL+LGLLL VLGP 
Sbjct: 9 HPLVLGLLLCVLGP 22 



^ > gi 127381266 | ref | NP__772795 . 1 | ABC transporter ATP-binding protein [Bradyrhizobii. 
gi I 273 5443 3 | db j | BAC5142 0.1 | ABC transporter ATP-binding protein [Bradyrhizobium j 
110] 
Length = 523 

Score = 33.7 bits (72), Expect = 2.9 

Identities = 12/17 (70%), Positives = 14/17 (82%), Gaps = 2/17 (11%) 

Query: 22 QRVEIVPRDLMKD-KFL 3 7 

QR+EIV R LM+D KFL 
Sbjct: 155 QRIEIV-RALMQDPKFL 17 0 



>3Lll?J2MMil3lAMP.,JA^2^.L:Xl major facilitator family transporter [Geobacter si 
gi I 399853 51 1 gb | AAR3 67 05 . 1 1 major facilitator family transporter [Geobacter sulfur 
Length = 414 

Score =33.3 bits (71), Expect =3.9 

Identities = 16/27 (59%), Positives = 17/27 (62%), Gaps = 7/27 (25%) 
Query: 5 GHPLLLGLLLV--LGPSPEQRVEIVPR 29 
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G LLL LLLV LGP+ EQ VPR 
Sbjct: 2 92 GQSLLLFLLLVLTLGPA-EQ VPR 313 



□ > gi I 13569709 | c?b| AAK31204 . 1 | bilirubin UDP-glucronosyltrasf erase 1-1 [Homo sapi« 
Length = 66 

Score = 32.5 bits (69), Expect = 7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



□ > gi I 8850236 I re f I NP_0 00454 . 1 1 Q UDP glycosyltransf erase 1 family, polypeptide Al 
bilirubin UDP-glucuronosyltransf erase isozyme 1 [Homo 
sapiens] 

gi I 13 672 9 I sp I P2 23 09 | UDIIJIMAN S UDP-glucuronosyltransf erase 1-1 precursor, micro 

(UDP-glucuronosyltransf erase lAl) (UDPGT) (UGT1*1) 

(UGTl-01) (UGTl.l) (UGT-IA) (UGTIA) (Bilirubin specific 

UDPGT isozyme 1) (HUG-BRl) 
gi I 87534 Ipir I |A39092 glucuronosyltransf erase (EC 2.4.1.17) 1 precursor, 

bilirubin-specif ic - human 

gi I 184473 | gb | AAA63195 . 1 | H UDP-glucuronosyltransf erase 1 

gi|609467l| gb | AAF03522 . 1 | S UDP-glucuronosyltrans f erase 1 [Homo sapiens] 
gi I 11118749 | gb| AAG3042 4 . 1 | UDP glucuronosyltransf erase lAl [Homo sapiens] 
gi I 4084985 0 I gb| AAR95 637 . 1 | iHl UDP glycosyltrans f erase 1 family polypeptide Al [Horn 
gi|742 224|prf | [ 200930 8A bilirubin UDP glucuronosyltransf erase : ISOTYPE=l 
Length = 53 3 

Score =32.5 bits (69), Expect =7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



□ > gi I 3 05917 7 I dbj | BAA25600 . 1 | bilirubin UDP-glucuronosyltrans f erase 1 [Homo sapier 
Length = 50 

Score =32.5 bits (69), Expect =7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



O > gi I 645 65 50 I ab| AAF09177 . 1 1 UDP-glucuronosyltransf erase lAl [Pongo pygmaeus] 
Length = 27 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



04/19/2004 



RID=1082426445-9703-190484610159.BLASTQ3, 



Page 9 of 17 



Score =32.5 bits (69), Expect =7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



O > gi |6010650|gb| AAF012 05 . 1 | bilirubin UDP-glucuronosyltransf erase 1-1 [Homo sapie 
gi|l3448829|gb! AAK2722 3 . 1 | bilirubin UDP-glucuronosyltransf erase 1 [Homo sapiens] 
Length =71 

Score = 32.5 bits (69), Expect =7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



□ > gi I 340132 | gb | AAA61248 . 1 1 bilirubin UDP-glucuronosyltransf erase 



Score =32.5 bits (69), Expect = 7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 2 2 



□ > gi.| 1200213 5 |qb|AAG43 197.1 I UDP-glucuronosyltransf erase [Homo sapiens] 
Lengtli = 294 

Score ■= 32.5 bits (69), Expect =7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



□ >gi J 645 6 542^^^ UDP-glucuronosyltransf erase lAl [Pan paniscus] 

gi I 6456544 I qbj AAF09174 . 1 | UDP-glucuronosyltransf erase lAl [Pan troglodytes] 



Score = 32.5 bits (69), Expect = 7.1 

Identities = 12/15 (80%), Positives = 13/15 (86%), Gaps = 1/15 (6%) 

Query: 5 GHPLLLGLLL-VLGP 18 

G PL+LGLLL VLGP 
Sbjct: 8 GRPLVLGLLLCVLGP 22 



Lengtli = 288 



Length = 2 9 
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> gi I 15616196 ! ref |NP_244501. 1 | transcriptional regulator (AraC/XylS family) [Bacd 
halodurans ] 

gi|25350122 Ipirl |B84104 transcription regulator (AraC/XylS family) BH3634 [import 

Bacillus halodurans (strain C-125) 
gi I 10176258 I dbj | BAB07353 . 1 | transcriptional regulator (AraC/XylS family) [Bacillu 

halodurans ] 

Length = 300 

Score =32.0 bits (68), Expect =9.5 

Identities = 16/34 (47%), Positives = 18/34 (52%), Gaps = 8/34 (23%) 

Query: 45 YFSPKCSKHFHRLYHNTRDCTIPAYYKRCARLLT 78 

YF HFHRL+ T CT+ Y KR R LT 

Sbjct: 35 YF HFHRLFKATVGCTMSEYIKR--RRLT 60 



□ > gi I 600947 6 1 dbj |BAA84917 .1 1 GfCPS/KS [Gibberella fujikuroi] 
Length = 952 

Score = 31.6 bits (67), Expect = 13 

Identities = 12/19 (63%), Positives = 14/19 (73%), Gaps = 3/19 (15%) 

Query: 22 QRVEIVPRDLMK DKFL 37 

QRVEI PRD +K DK+L 
Sbjct: 613 QRVEIYPRDNIKVDEDKYL 631 

n > gi I i;7367360 j sp-|.Q,60 37'6 j NX2B1raT X_ Neurexin'"'2 -beta pf Cursor (Neurexin Il-beta) 
gi I 1083732 |pir-J-rb4022 8 neurexin II -beta precursor - rat 

gi I 2 0 5^7-l-9-|.gb | aAa4 1.7 0 8 . 1 | neur,e?cin-AlI-beta-a [Rattus^. norvegicus] 

■ Length' = 6 62 - 

Score = .~31.6 bits (67), Expect =13 " " 

Identities, = 10/11 (90%), Positives = 11/11 (100%) 

Query;.- ^7'' PLLLGLLLVLG 17 

PLLLGLLL+LG 
Sbjct: 32 PLLLGLLLLLG 42 



rj > gi I 44240564 i gb|EAH88833 . 1 | unknown [environmental sequence] 
Length = 107 

Score =31.6 bits (67), Expect = 13 

Identities = 11/14 (78%), Positives = 11/14 (78%), Gaps = 1/14 (7%) 

Query: 18 PSPEQRVEIVPRDL 31 

PS E RV IVPRDL 
Sbjct: 15 PS-EDRVSIVPRDL 27 



G > gi I 11359356 |pir| |JC7227 ent-kaurene synthase - fungus (Gibberella fujikuroi) 
Length = 952 
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NCBI Conserved Domain Search 



Waw SBareh r'ubMsc! Nyciraoiide Protein Siructyrw CDD laxonoinv H<3lp? 

RPS-BLAST 2.2.6 [Apr-09-2003] 

Query= local sequence: 
(90 letters) 

Database; cdd.vl.6 5 

18,039 PSSMs; 5,506,404 total columns 



No hits found .. 



...No hits found! 



Citing CD-Sear ch: Marchler-Bauer A, Anderson JB, DeWeese-Scott C, Fedorova ND, Geer LY, He S, 
Hurwitz DI, Jackson JD, Jacobs AR, Lanczycki CJ, Liebert CA, Liu C, Madej T, Marchler GH, 
Mazumder R, Nikolskaya AN, Panchenko AR, Rao BS, Shoemaker BA, Simonyan V, Song JS, 
Thiessen RA, Vasudevan S, Wang Y, Yamashita RA, Yin JJ, and Bryant SH (2003), "CDD: a curated 
Entrez database of conserved domain alignments". Nucleic Acids Res. 31:383-387. 

Help I Dis claim er I Write to the H elp Desk 
NCBI I NLM I NIH 
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Nuc:eotsdtr 



Protein 



Translations 



Retrieve resuits for an 
RiD 



Your request has been successfully submitted and put into the Blast Queue. 
Query = (90 letters) 

No putative conserved domains have been detected 



The request ID is [1082428074-23889-192291742634.BLASTQ3 



The results are estimated to be ready in 19 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via 
the form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ID to see other recent jobs. 



Format 



Show p: Graphical Overview P; Linicout P; Sequence Rejrieva! NCBI-gil 



Use new formatter jj Masking Charactc^ ^^^^'-^'^^^ P''"^^'^ nucleotide) ^ 

Number of: Descriptions 



Alignment Jin |HTML 
Black^ 



Masking Colori 



500 M 



Alignment s! 



250 



Alignment view |Pairwise 



Format for PSl 



Limit res u lts by 
Mtrez„quei:y 



BLAST ^ with inclusio n threshold: P.- 9 P.^. 

I 



or select from: All organisms 



Expect value 
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